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Supplementary figure 3. YAP protein levels in FTSEC cell lines. a) Expression of YAP, phosphorylated YAP [p-YAP (S127)], TP53, PAX8 and cytokeratin 7 (KRT-7) proteins in five FTSEC cell lines. β-actin was used as a loading control. b) Expression of YAP and phosphorylated YAP (S127) in FT194-MXIV, FT194-YAP and FT194-YAP S127A cell lines determined by Western blot. β-actin was used as a loading control. c) Growth curves of FT194-MXIV, FT194-YAP and FT194-YAP S127A cell lines. Each point on the growth curves represents the mean ± SEM (n=4). : P < 0.001 compared with FT194-MXIV control on day 10. represents the mean ± SEM of at least three independent assays. *: P < 0.05 compared with empty vector (MXIV) transfected control cells. ***: P < 0.001 compared with MXIV control cells. b) MTT assay showing relative viable cell numbers in FT194 and FT246 cells with or without knockdown of YAP using YAP siRNA (siYAP). Each bar represents the mean ± SEM of at least three independent assays. ***: P < 0.001 compared with the non-targeting siRNA transfected control cells (siGLO). GAPDH was used as a mRNA loading control. Experiment has been repeated at least three times and the representative images were presented. -YAP, and FT194-YAP S127A cells were determined using RT-PCR. mRNA signal intensity was quantified using NIH imageJ software and normalized to GAPDH. Relative mRNA expression levels were presented as ratio (relative to mRNA level of FT194-MXIV in each group). Each bar represents the mean ± SEM of three independent experiments. * : P < 0.05 compared to MXIV control; ** : P < 0.01 compared to MXIV control; *** : P < 0.001 compared to MXIV control. Quantification data showing that overexpression of wild type YAP or constitutively active YAP significantly increase mRNA expression of basic and acidic FGFs and FGFRs in FT194 cells. FT246 -YAP, and FT246-YAP S127A cells were determined using RT-PCR. mRNA signal intensity was quantified using NIH imageJ software and normalized to GAPDH. Relative mRNA expression levels were presented as ratio (relative to mRNA level of FT246-MXIV in each group). Each bar represents the mean ± SEM of three independent experiments. * : P < 0.05 compared to MXIV control; ** : P < 0.01 compared to MXIV control; *** : P < 0.001 compared to MXIV control. Quantification data showing that overexpression of wild type YAP or constitutively active YAP significantly increase mRNA expression of basic and acidic FGFs and FGFRs in FT246 cells. 
Supplementary figure 16. YAP is required for FGF autocrine/paracrine regulation. FT246 cells were transfected with non-targeting siRNA (siGLO) or YAP siRNA (siYAP) before treatment with or without FGF2 (10ng / ml) for 48h. YAP, FGF1 and FGF2 mRNA was detected with RT-PCR. mRNA signal intensity was quantified using NIH ImageJ and normalized to GAPDH. Data are presented as ratio of siGLO control in each group. Bars represents the mean ± SEM of three repeats. Bars with different letters are significantly different from each other (P < 0.05). Figure 9a showing that treatment of FT194 cells with FGF2 (20 ng/ml) rapidly and significantly suppressed phosphorylation of the major components of the Hippo/YAP signaling pathway (LATS1, Mob1 and YAP). Signal intensity in each group were normalized to the control (vehicle treatment, indicated as 0 minute FGF2 treatment in graphs) and were presented as a ratio. Each bar represents the mean ± SEM of at least three experiments. * : P < 0.05; **: P < 0.01; *** : P < 0.001. Supplementary figure 18. Effect of LATS1/2 on the expression and activation of major components of several signaling pathways in FTSECs. LATS1/2 double knockdown suppressed the Hippo pathway, activated YAP, AKT, and ERK1/2 in FTSECs. Total and phosphorylated proteins levels were determined using Western blot and quantified using NIH imageJ software. Relative protein levels are presented as ratio (relative to protein level of control (si-Ctrl) in each group). Each bar represents the mean ± SEM of three independent experiments. * : P < 0.05 compared to control; ** : P < 0.01; ***: P < 0.001.
Supplementary figure 19. Effect of LATS1/2 knockdown on the expression of
FGF ligands and receptors in FTSECs. mRNA levels of LATS1/2, YAP1, FGF1/2, FGFRs in FT194 cells transfected with non-targeting control siRNA (si-Ctrl) or LATS1/2 siRNAs (si-LATS) were determined using RT-PCR. mRNA signal intensity was quantified using NIH imageJ software and normalized to GAPDH. Relative mRNA expression levels were presented as ratio (relative to mRNA level of si-Ctrl in each group). Each bar represents the mean ± SEM of three independent experiments. * : P < 0.05 compared to si-Ctrl; ** : P < 0.01 compared to si-Ctrl. ns: No significant difference compared to si-Ctrl. 
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Supplementary figure 25. Pharmacological blockage of FGFRs and YAP activity suppressed FTSEC cell death in a 3D hanging drop culture system. FT194-MXIV, FT194-YAP and FT-194-YAP S127A cells were loaded onto a hanging drop culture system to form spheroids. The formed spheroids were then treated with or without BGJ398 (1µM) or vertiporfin (5µM) for 3 days before staining Ki-67 using fluorescent immunohistochemistry. Ki-67 positive cells are stained in green. Nuclei were stained with DAPI (blue). Scale bar: 10μm.
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Supplementary figure 26. Pharmacological blockage of FGFRs and YAP activity induced FTSEC cell death in 3D hanging drop culture system. FT194-MXIV, FT194-YAP and FT-194-YAP S127A cells were loaded onto a 3D hanging-drop culture system to form spheroids. The formed spheroids were then treated with or without BGJ398 (1µM) or vertiporfin (5µM) for 3 days before TUNEL staining. The TUNEL positive cells (apoptotic cells) are stained in green. Nuclei were stained with DAPI (blue). Scale bar: 10μm. Supplementary information
